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Figure S2. Cryo-EM structure of the MtrDcrio3 efflux pump in complex with erythromycin. (A)
Representative 2D classes. (B) Data processing flowchart with particle distributions. A blue box indicates the
class used for further refinement. (C) Fourier shell correlation (FSC) curves showing resolution of 2.72 A. (D)
Density map of the erythromycin bound MtrD trimer. The “access”, “binding” and “extrusion” protomers are

colored slate, dark pink and light green, respectively. Density contributed by the nanodisc is colored gray.





